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Figure S1. Phylogenetic analyses of CKI gene family in G. raimondii.

Amino acid sequences were aligned using ClustalX and the phylogenetic tree was
constructed using 31 protein sequence from G.raimondii by the maximum likelihood
method in MEGA 6 software. GrCKI proteins were divided into two types: type I and
type 1I. The type I GrCKI proteins were divided into three subclasses: Group A (9
genes), B (4 genes) and C (3 genes). The type II GrCKI proteins included two
subclasses: Group D (5 genes) and E (10 genes). The GenelD of type I and type II

GrCKI genes were listed in Table S1.



(a) Typel (b) Type2

[ Kinase domain(244-277aa) ] [ Kinase domain(133-288aa) ]
-NIL,(8-53) -COOILI(176-206) -NIL(1-159) -COON278-355)
Gene 1D N- terminal(aa) kinase domain(aa) C-terminal(aa)  Gene 1D mmi;';“aa\ Kinase domain(an)  C-terminal (aa)
(Gorai.009(032600.1 1-7 8-282 283-460 — : —

o Goral.006Gi042700.1 12 3-135 0
Gorai. 009G 142600.1 1-8 9-261 262-475 At ] ih 5
Gorat 00162527001 18 St 260:457 Giorai 009G048800.1 1-37 38-287 288-598
Gorai.005G050700.1 1-8 9-283 284-489 Gorai.013G219500.1 137 38299 300-598
Gorai.007G147800.1 1-8 9-259 260-458 Gorai.009G137100.1 1151 152-409 410-719
Gorai.001G013300.1 1-8 9-261 262-467 Gorai.011G072100.1 1-159 160-428 429-727
Gorai.007G275800.1 1-8 9-259 260-464 Giorai.001(i026300.1 1-84 85-347 348-658
Gorai.001G007400.1 1-8 9-264 265-399 CGioral,004GO18000.1 1-138 139-426 427-704
Gorai.004G290000.1 18 9264 265-428 Goral.004GO18100.1 1-124 125-380 381-690
Gorai.013G227100.1 1-8 9-260 261-465 Gorai.007G289500.1 1-144 145-411 412-706
Gorai.011G175500.1 18 9.255 256-463 Giorai.013G203000.1 1-144 145-399 400-707
Gorni.004G249300.1 18 9.250 260477 Giorai 013G123300.1 1-144 145-400 401707
TR 2E3000] g - %% A6 <,‘;omg.oo4u:27%oo,| 1-109 110-364 365-671
Gorai.001G179300.1 1-53 54-297 298-473 Coral.009GO24100.11-105 106-360 361667

= Goral.007Gi343500.1 1-149 150-404 405-739
Gorai.004G221700.1 1-8 9-255 256-449
Gorai.010G074400.1 1-8 9-264 265-428

Figure S2. Structural analysis of the CKI genes in G. raimondii.

(a) and (b) Structural analysis of the type I and type II GrCKI proteins, respectively.
The putative conserved domain of GrCKI proteins were analyzed using the online
program Conserved Domain Search Service (CD Search)
(http://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi). The GrCKI proteins are highly
conserved kinase domain, but differ significantly in the length and primary structure of

their N-terminal and C-terminal domains.
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Figure S3. Predicted 3D structure of GrCKI proteins.
(a) and (b) Predicted 3D structural analysis of the type I GrCKIs (16 genes) and type 11
GrCKlIs (15 genes), respectively. 3D structure was predicted by SWISS-MODEL

(https:// swissmodel.expasy.org/) using 31 protein sequences from G.raimondii.



(@)

iommi 001 GONZ400. |

"= Garal 010G074400,1

Gorai 004G 290000.1

. Giori 001GO13300.1

//

52
,’/_ CGarad QOYCGO32601,1
AR

™ Gorai 013G227100.1

Gorai 009G 142600.1

R A e
RAMmm AAEm WA W
Pl EmmE AR MW W N m m

Bp. . A mMmE mEm N W
LY SO YY) SN
oA mmn

er..amm LCARRM AR -

- roup C

roup B

L e RAR AN W

Ciomi 001(:254700.1

Gorai, 0046221700,1

3147800.1

iorai 001G 179300, 1

Gorsi 0D5GOSAT00. |
249300,

~
Gorai 007G275500.1

A M mEoE AR A AR .
R A AR
A A mmom AAM mmE W
e e AR EAl W .

oA R AR E AR

PN AmMMM AAM M AR -
_—_y_ N LY Ve |
Wy Amm W AEmom
ar. A Mm. AR A

AN W -
-
=

LY. ~—Group A

LAp
o

I

(b) e

i 001G026300. 1

Type 11 CKI
w € amisnno

CGomi AN 3G2 193001

- wppe mpmmmm -
!«_,V_,.ﬂ_‘!_;!‘!_! . an E! s | E"v!‘_!v!:ﬂ
LI LY LY

e GORLOGLITIO0
-

T Gorai 011G072100.1
; Gori.007G289500.1
/) Guni 007G343500.1

/

7
/’/ Ciurai 0113123300, 1

o :"\\_

= "= Gomi A1 3G203 K0, 1
. GOmaLAGRTRO00 1
— T Gomi A09G024100.1
7 Gori 00660427001

~ >

\ /

Gurai 012G 75600.1
. G 004G018000.1

CGnai AR 1001

L mMANNR AR A
- mANIA AR m o Am )
MABANN AMmEM mA w0

JRARARE AEEmE = W

CERRANAAR A mAmm

M RARMRRAMEME  WE Em )

A RPN WA
. LLUALLLLY L L L]

~Group E

o
T LU L

1N M EmE mm &~

-y om om

N 1L 1

Figure S4. Exon/Intron organization of the CKI genes in G. raimondii.

(a) and (b) Exon/intron structures

of the type I and type II CKI genes in G. raimondii,

respectively. The type I GrCKI genes were divided into three subclasses: Group A (9

genes), B (4 genes) and C (3 genes). The type I GrCKI genes were divided into two

subclasses: Group D (5 genes) and E (10 genes). Boxes denote exons within coding

regions, and the dash lines connecting them represent introns. Solid red boxes show the

kinase domains.
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Figure SS5. Phylogenetic analyses of CKI gene family in eudicot (4. thaliana, G.
raimondii) and monocot (O. sativa). Amino acid sequences were aligned using
ClustalX and the phylogenetic tree was conducted using MEGA 6 software with the
maximum likelihood method. Three different symbols were represented for G.
raimondii, A. thaliana and O. sativa, respectively. The Gene ID of type I and type II

CKI genes from G. raimondii, A. thaliana and O. sativa were listed in Table S1.
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Figure S6. Quantitative RT-PCR analysis of the expression of G. hirsutum CKI
genes in upland cotton tissues.

(a) and (b) Expression profiles of the type I GACKI genes (26 genes) and type Il GhCKI
genes (18 genes) in upland cotton tissues, respectively. R, root; S, shoot; L, leaves; P,

petal; A, anther; and 5, ovules at 5 days post-anthesis (DPA). The GenelD of type I and

type Il GhCKI genes was listed in Table 1.
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Figure S7. Expression profiles of CKI genes under dark and light condition in G.

raimondii.

(a) and (b) Expression profiles of the type I GrCKI genes (16 genes) and the type II
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GrCKI genes (15 genes) in cotyledon from G. raimondii under light and dark conditions.
Error bars indicate +standard deviations of triplicate experiments. Asterisks indicate
statistically significant differences (*P<0.05, **P<0.01) by Student’s t test. GrUB7
gene was used as the reference gene to normalize the total amount of cDNA in each

reaction.
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